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^ <211> 1894 

\M <212> DNA 

ry<213> Homo sapiens 

P% <220> 

f^. <221> CDS 

^ <222> (183) . . (1190) 



<220> 

<223> TWIK-1 

gggcJggaag acggcgctgc ccggaggagc ggggcgggcg ggcgcgcggg ggagcgggcg 60 

gcgggcggga gccaggcccg ggcgggggcg ggggcggcgg ggccagaaga ggcggcgggc 120 

cgcgctccgg ccggtctgcg gcgttggcct tggctttggc tttggcggcg gcggtggaga 180 

ag atg ctg cag tec ctg gcc ggc age teg tge gtg cgc ctg gtg gag 227 
Me? Leu Gin Ser Leu Ala Gly Ser Ser Cys Val Arg Leu Val Glu 
1 5 10 15 

egg eac cge teg gee tgg tgc ttc ggc ttc ctg gtg ctg gge tae ttg 275 
Arg His Arg Ser Ala Trp Cys Phe Gly Phe Leu Val Leu Gly Tyr Leu 

20 25 J" 



323 




tat gag gac ctg ctg cgc cag gag ctg cgc aag ctg aag cga cgc ttc 
Tyr Glu Asp Leu Leu Arg Gin Glu Leu Arg Lys Leu Lys Arg Arg Phe 



65 



70 75 



aac CQQ qtg ctg gag gcc age aac tac ggc gtg teg gtg etc age aac 
lly A?g ?al Leu Glu Ila Ser Asn Tyr Gly Val Ser Val Leu Ser Asn 



80 



gee teg ggc aac tgg aac tgg gae ttc ace tec gcg ere r^e yo. 
ITa Ser Gly Asn Trp Asn Trp Asp Phe Thr Ser Ala Leu Phe Phe Ala 



115 



145 



r.^r- arr ran aao ccQ qtc etc tac ttc cac ate cgc rgg ggo ull, 
fal ?hr Sg Trg Pro ?al Leu Tyr Phe His lie Arg Trp Gly Phe Ser 

165 



1 160 



225 



230 235 



371 



i-tn n^a aaa cac aag tgc ctg tot gag cag cag ctg gag cag ttc ctg 419 
Leu Til Gil Sis Glu C?s Leu Ser Glu Gin Gin Leu Glu Gin Phe Leu 



240 



260 



265 270 



gag ctg aaa aaa ttc aga aaa atg ttc tat gtg aag aag gac aag gac 
111 Leu Lys Lys Phe Arg Lys Met Phe Tyr Val Lys Lys Asp Lys Asp 

275 280 285 

gag gat cag gtg cac ate ata gag cat gac caa ctg tee ttc tec teg 



4 67 



85 90 

tec qcq etc ttc ttc gcc 515 



aac ace qtq etc tec ace aca ggt tat ggc cac aec gtg cec ttg tea 563 
ser Thr Vl Leu Ser Thr Thr Gly Tyr Gly His Thr Val Pro Leu Ser 

120 



a gat gga ggt aag gcc ttc tgc ate ate tac tec gtc att ggc att cec 611 
cISp Gly Gly Lys Ala Phe Cys He He Tyr Ser Val lie Gly He Pro 
C 130 

y ttr ace etc ctq ttc ctg acg get gtg gtc cag cgc ate aec gtg cac 659 
P^e ?hr Leu Leu Phe Leu Th? ila Val Val Gin Arg He Thr Val H.s 



155 

ate cgc tgg ggc ttc tec 707 



803 



til tl fl fa lit I- tl III III III g 

hit I- z III III III III III xf, f.i III - 1 111 III 

195 200 

gat gae tgg aac ttc ctg gaa tee ttt tat ttt tgt ttt att tee ctg 
Lp Asp Trp Asn Phe Leu Glu Ser Phe Tyr Phe Cys Phe He Ser Leu 
210 215 

I 

age aec att ggc ctg ggg gat tat gtg cet ggg gaa ggc tac aat eaa 
Ser Thr He Gly Leu Gly Asp Tyr Val Pro Gly Glu Gly Tyr Asn Gin 



851 



899 



aaa ttc aga gag etc tat aag att ggg ate acg tgt tac ctg eta ctt 947 
Lys lie A?g 111 Leu Tyr Lys He Gly He Thr Cys Tyr Leu Leu Leu 

245 zoU ^^vj 



qqc ctt att gcc atg ttg gta gtt ctg gaa ace ttc tgt gaa etc cat 995 
lly leu lie Ala Me? Leu Val Val Leu Glu Thr Phe Cys Glu Leu His 



1043 



1091 



Glu Asp Gin Val His He He Glu His Asp Gin Leu Ser Phe Ser Ser 
290 295 300 

ate aca gac cag gca get ggc atg aaa gag gac cag aag caa aat gag 
He Thr Asp Gin Ala Ala Gly Met Lys Glu Asp Gin Lys Gin Asn Glu 
305 310 315 



1139 



cct ttt gtg gcc acc cag tea tct gcc tgc gtg gat ggc cct gca aac 
Pro Phe Val Ala Thr Gin Ser Ser Ala Cys Val Asp Gly Pro Ala Asn 
320 325 330 3Jt) 



1187 



1240 



cat tgagcgtagg atttgttgca ttatgctaga gcaccagggt cagggtgcaa 
His 

ggaagaggct taagtatgtt catttttatc agaatgcaaa agcgaaaatt atgtcacttt 1300 
aagaaatagc tactgtttgc aatgtcttat taaaaaacaa caaaaaaaga cacatggaac 1360 
aaagaagctg tgaccccagc aggatgtcta atatgtgagg aaatgagatg tccacctaaa 1420 
P attcatatgt gacaaaatta tctcgacctt acataggagg agaatacttg aagcagtatg 1480 
1 ctgctgtggt tagaagcaga ttttatactt ttaactggaa actttggggt ttgcatttag 1540 
H atcatttagc tgatggctaa atagcaaaat ttatatttag aagcaaaaaa aaaaagcata 1600 
I gagatgtgtt ttataaatag gtttatgtgt actggtttgc atgtacccac ccaaaatgat 1660 
Wtatttttgga gaatctaagt caaactcact atttataatg cataggtaac cattaactat 1720 
kgtacatataa agtataaata tgtttatatt ctgtacatat ggtttaggtc accagatcct 1780 
lagtgtagttc tgaaactaag actatagata ttttgtttct tttgatttct ctttatacta 1840 
Jaagaatccag agttgctaca ataaaataag gggaataata aaaaaaaaaa aaaa 1894 



<210> 2 
<211> 336 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> TWIK-1 

Met^Leu Gin Ser Leu Ala Gly Ser Ser Cys Val Arg Leu Val Glu Arg 
1 5 10 

His Arg Ser Ala Trp Cys Phe Gly Phe Leu Val Leu Gly Tyr Leu Leu 

20 25 30 

Tvr Leu Val Phe Gly Ala Val Val Phe Ser Ser Val Glu Leu Pro Tyr 
35 40 45 

Glu Asp Leu Leu Arg Gin Glu Leu Arg Lys Leu Lys Arg Arg Phe Leu 
50 55 60 

Glu Glu His Glu Cys Leu Ser Glu Gin Gin Leu Glu Gin Phe Leu Gly 
65 70 75 



Arg val Leu Glu Ala Ser Asn Tyr Gly Val Ser Val Leu Ser Asn Ala 

85 90 

Ser Gly Asn Trp Asn Trp Asp Phe Thr Ser Ala Leu Phe Phe Ala Ser 

100 105 110 

Thr Val Leu Ser Thr Thr Gly Tyr Gly His Thr Val Pro Leu Ser Asp 

115 120 125 

Glv Gly Lys Ala Phe Cys He He Tyr Ser Val He Gly He Pro Phe 

130 135 140 

Thr Leu Leu Phe Leu Thr Ala Val Val Gin Arg He Thr Val His Val 

145 150 155 160 

Thr Arg Arg Pro Val Leu Tyr Phe His He Arg Trp Gly Phe Ser Lys 

165 1^70 1'^ 

Gin val Val Ala He Val His Ala Val Leu Leu Gly Phe Val Thr Val 

180 185 190 



^ Ser CVS Phe Phe Phe He Pro Ala Ala Val Phe Ser Val Leu Glu Asp 
e 195 200 205 

111 

>^Asp Trp Asn Phe Leu Glu Ser Phe Tyr Phe Cys Phe He Ser Leu Ser 
5 210 215 220 

^Thr He Gly Leu Gly Asp Tyr Val Pro Gly Glu Gly Tyr Asn Gin Lys 
W225 230 235 

flphe Arg Glu Leu Tyr Lys He Gly He Thr Cys Tyr Leu Leu Leu Gly 
3; 245 250 -^3 = 



^^"HLeu He Ala Met Leu Val Val Leu Glu Thr Phe Cys Glu Leu His Glu 
4- 260 265 270 

Q 

^Leu Lvs Lys Phe Arg Lys Met Phe Tyr Val Lys Lys Asp Lys Asp Glu 
275 280 285 

Asp Gin Val His He He Glu His Asp Gin Leu Ser Phe Ser Ser He 
290 295 300 

Thr Asp Gin Ala Ala Gly Met Lys Glu Asp Gin Lys Gin Asn Glu Pro 

305 310 315 

Phe Val Ala Thr Gin Ser Ser Ala Cys Val Asp Gly Pro Ala Asn His 

325 330 335 



<210> 3 

<211> 2514 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (126) . . (1307) 
<220> 

<223> TASK 



r 

• 



<400> 3 , CO 

tgccctgcgc ggatagcggc gagcgcagcc atgccccagg ccgcctccgg ggcagcagca 60 

gcggcggccg gggccgatgc gcgggccggg ggcgccgggg ggccggcggc ggcccgggcg 120 

ggacg atg aag egg cag aac gtg cgc acg ctg gcg etc ate gtg tge ace 170 
Met Lys Arg Gin Asn Val Arg Thr Leu Ala Leu He Val Cys Thr 



1 5 



10 15 



tte aee tae ctg ctg gtg ggc gee gcg gtc ttc gac gcg ctg gag teg 
Phe Thr Tyr Leu Leu Val Gly Ala Ala Val Phe Asp Ala Leu Glu Ser 



20 



25 30 



gag ecc gag ctg ate gag egg cag egg ctg gag ctg egg cag eag gag 
Glu Pro Glu Leu He Glu Arg Gin Arg Leu Glu Leu Arg Gin Gin Glu 

35 40 45 



5 tte qce ggc tec ttc tac tte gee ate aec gtc ate aee ace ate ggc 
Z Phe Ala Gly Ser Phe Tyr Phe Ala He Thr Val He Thr Thr He Gly 



80 85 



90 95 



tac ggg cac gcg gca ccc age acg gat ggc ggc aag gtg ttc tgc atg 
nTvr Gly His Ala Ala Pro Ser Thr Asp Gly Gly Lys Val Phe Cys Met 

100 105 110 



;:ttc tac gcg ctg ctg ggc ate ccg 



Phe 



Tyr Ala Leu Leu Gly He Pro Leu Thr Leu Val Met Phe Gin Ser 



115 



120 125 



aag aag ggg ctg ggc atg egg cgc gcc gac gtg tec atg gee aac atg 
Lys Lys Gly Leu Gly Met Arg Arg Ala Asp Val Ser Met Ala Asn Met 
145 150 155 

gtg etc ate ggc ttc ttc teg tgc ate age acg ctg tgc ate ggc gcc 
Val Leu He Gly Phe Phe Ser Cys He Ser Thr Leu Cys He Gly Ala 
160 165 170 175 

qce gee ttc tec cac tac gag cac tgg aec ttc ttc cag gcc tac tae 
Ala Ala Phe Ser His Tyr Glu His Trp Thr Phe Phe Gin Ala Tyr Tyr 

180 185 190 

tac tge ttc ate aec etc aee ace ate ggc ttc ggc gac tac gtg gcg 
Tyr Cys Phe He Thr Leu Thr Thr He Gly Phe Gly Asp Tyr Val Ala 

195 200 205 

ctg cag aag gac cag gcc ctg eag acg cag ccg cag tae gtg gcc ttc 
Leu Gin Lys Asp Gin Ala Leu Gin Thr Gin Pro Gin Tyr Val Ala Phe 
210 215 220 



218 



266 



etq egg gcg cgc tac aac etc age cag ggc ggc tac gag gag ctg gag 314 
Leu Arg Ala Arg Tyr Asn Leu Ser Gin Gly Gly Tyr Glu Glu Leu Glu 
50 55 60 

^0 cqc qtc gtg ctg cgc etc aag ccg eac aag gcc ggc gtg cag tgg cgc 362 
« Arg Val Val Leu Arg Leu Lys Pro His Lys Ala Gly Val Gin Trp Arg 
y 65 70 ■ 75 



410 



458 



ate ccg etc acg etc gtc atg tte cag age 506 



ctg ggc gag cgc ate aac ace ttg gtg agg tac ctg ctg cac cgc gcc 554 
Leu Gly Glu Arg He Asn Thr Leu Val Arg Tyr Leu Leu His Arg Ala 
130 135 140 



602 



650 



698 



746 



794 



aac ttc gtc tac ate ctt acg ggc etc acg gtc ate ggc gee tte cte 
Ser Phe Val Tyr He Leu Thr Gly Leu Thr Val He Gly Ala Phe Leu 



842 



225 



230 235 



aac etc gtg gtg ctg cgc ttc atg ace atg aac gcc gag gae gag aag 
Asn Leu Val Val Leu Arg Phe Met Thr Met Asn Ala Glu Asp Glu Lys 
240 245 250 255 

cgc gac gcc gag cac cgc gcg ctg etc acg cgc aac ggg cag gcg ggc 
Ara Asp Ala Glu His Arg Ala Leu Leu Thr Arg Asn Gly Gin Ala Gly 

260 265 270 

ggc ggc gga ggg ggt ggc age gcg cac act acg gac ace gcc tea tec 
Glv Gly Gly Gly Gly Gly Ser Ala His Thr Thr Asp Thr Ala Ser Ser 

275 280 285 

acg gcg gea gcg ggc ggc ggc ggc ttc cgc aac gtc tac gcg gag gtg 
Thr Ala Ala Ala Gly Gly Gly Gly Phe Arg Asn Val Tyr Ala Glu Val 
290 295 300 

ctg cac ttc cag tec atg tgc teg tgc ctg tgg tac aag age cgc gag 
Leu His Phe Gin Ser Met Cys Ser Cys Leu Trp Tyr Lys Ser Arg Glu 
305 310 315 



890 



938 



986 



1034 



1082 



- aag ctg cag tac tec ate cec atg ate ate ccg egg gae etc tec acg 
^ Lys Leu Gin Tyr Ser He Pro Met He He Pro Arg Asp Leu Ser Thr 
f= 320 325 330 335 



1130 



J tec gac acg tgc gtg gag cag age cac teg teg ccg gga ggg ggc ggc 
Ser Asp Thr Cys Val Glu Gin Ser His Ser Ser Pro Gly Gly Gly Gly 

340 345 350 



1178 



? cgc tac age gae acg ecc teg ega cgc tgc ctg tgc age ggg gcg cca 
^ Arg Tyr Ser Asp Thr Pro Ser Arg Arg Cys Leu Cys Ser Gly Ala Pro 
£ 355 360 365 



1226 



cgc tec gee ate age teg gtg tec acg ggt ctg cac age ctg tec ace 1274 
Arg Ser Ala He Ser Ser Val Ser Thr Gly Leu His Ser Leu Ser Thr 
370 375 380 

ttc cgc ggc etc atg aag cgc agg age tec gtg tgactgceec gagggacctg 1327 
Phe Arg Gly Leu Met Lys Arg Arg Ser Ser Val 



385 




390 










gageacctgg 


gggegeggge 


gggggaccce 


tgctgggagg 


ecaggagact 


gcecctgctg 


1387 


ecttctgeee 


agtgggacec 


egeacaacat 


ecctcaccac 


tctcceccag 


cacccccate 


1447 


tccgactgtg 


cctgettgca 


ccagecggca 


ggaggccggg 


ctctgaggae 


cectggggee 


1507 


eccateggag 


cectgeaaat 


tecgagaaat 


gtgaaaettg 


gtggggtcag 


ggaggaaagg 


1567 


cagaagetgg 


gagectccet 


tecetttgaa 


aatetaagaa 


geteecagte 


ctcagagacc 


1627 


ctgetggtac 


cacaececae 


etteggaggg 


gaettcatgt 


tecgtgtacg 


tttgeatetc 


1687 


tatttatacc 


tctgtcctge 


taggtctcce 


acettccett 


ggtteeaaaa 


gceagggtgt 


1747 


ctatgtccaa 


gteaecccta 


cteagcecca 


ctecccttcc 


tcatceeeag 


etgtgtctce 


1807 


caacctcect 


tegtgttgtt 


ttgcatggct 


ttgcagttat 


ggagaaagtg 


gaaaeccage 


1867 



• 



agtccctaaa gctggtcccc agaaagcagg acagaaagaa ggagggacag gcaggcagca 1927 
ggaggggcga gctgggaggc aggaggcagc ggcctgtcag tctgcagaat ggtcgcactg 1987 
gaggttcaag ctaactggcc tccagccaca ttctcatagc aggtaggact tcagccttcc 2047 
agacactgcc cttagaatct ggaacagaag acttcagact caccataatt gctgataatt 2107 
acccactctt aaatttgtcg agtgattttt agcctctgaa aactctatgc tggccactga 2167 
ttcctttgag tctcacaaaa ccctacttag gtcatcaggg caggagttct cactcccatt 2227 
ttacagatga acctgtattc ccaacacttt tggaggctga ggttggagga ttgcttgagc 2287 
ccaggaattc gagaccagcc taggtgacat agtgagaccc catctctaca aaaaataaaa 2347 
aattaaccag gtgtggtggc acgtgcctgg gagtcccagc gacttgggag gctgaggtgg 2407 
^ gaggattgtt tgagcctggg aggtcgaggc tgtagtgagc cctgattgca ccactgtact 2467 
3 ccagcctggg tgacagggca agaccctgtc tcaaaaaaaa aaaaaaa 2514 



5 el 

.rr, <210> 4 



<211> 394 

y= <212> PRT 
-"^"^ <213> Homo sapiens 



sH 3 



<220> 



p <223> TASK 



ft iltlys Arg Gin Asn Val Arg Thr Leu Ala Leu He Val Cys Thr Phe 

1 5 10 

Thr Tyr Leu Leu Val Gly Ala Ala Val Phe Asp Ala Leu Glu Ser Glu 

20 25 

Pro Glu Leu He Glu Arg Gin Arg Leu Glu Leu Arg Gin Gin Glu Leu 
35 40 «^ 



50 



55 



Arg Ala Arg Tyr Asn Leu Ser Gin Gly Gly Tyr Glu Glu Leu Glu Arg 

al 

65 70 

Ala Gly ser Phe Tyr Phe Ala He Thr Val He Thr Thr He Gly Tyr 

85 90 



val val Leu Arg Leu Lys Pro His Lys Ala Gly Val Gin Trp Arg Phe 



Gly His Ala Ala Pro Ser Thr Asp Gly Gly Lys Val Phe Cys Met Phe 

3- ^3 



100 



Tyr Ala Leu Leu Gly He Pro Leu Thr Leu Val Met Phe Gin Ser Leu 



115 

Gly Glu Arg lie Asn Thr Leu Val Arg Tyr Leu Leu His Arg Ala Lys 

130 135 
Lys Gly Leu Gly Met Arg Arg Ala Asp Val Ser Met Ala Asn Met Val 



145 



150 155 160 



Leu lie Gly Phe Phe Ser Cys He Ser Thr Leu Cys lie Gly Ala Ala 



165 



Ala Phe ser His Tyr Glu His Trp Thr Phe Phe Gin Ala Tyr Tyr Tyr 

180 185 

CVS Phe He Thr Leu Thr Thr He Gly Phe Gly Asp Tyr Val Ala Leu 
^ 195 200 205 

Gin Lys Asp Gin Ala Leu Gin Thr Gin Pro Gin Tyr Val Ala Phe Ser 
210 215 220 

Phe Val Tyr He Leu Thr Gly Leu Thr Val He Gly Ala Phe Leu Asn 
225 230 235 

Leu Val Val Leu Arg Phe Met Thr Met Asn Ala Glu Asp Glu Lys Arg 

245 250 '^=>=' 

3 Asp Ala Glu His Arg Ala Leu Leu Thr Arg Asn Gly Gin Ala Gly Gly 
R f 265 270 



260 



S Gly Gly Gly Gly Gly Ser Ala His Thr Thr Asp Thr Ala Ser Ser Thr 
:S 275 280 285 

f Ala Ala Ala Gly Gly Gly Gly Phe Arg Asn Val Tyr Ala Glu Val Leu 
m 290 295 300 

i - 3 

His Phe Gin Ser Met Cys Ser Cys Leu Trp Tyr Lys Ser Arg Glu Lys 
h 305 310 

?? Leu Gin Tyr Ser He Pro Met He He Pro Arg Asp Leu Ser Thr Ser 
iU 325 330 

j_ 

5 ASP Thr Cys Val Glu Gin Ser His Ser Ser Pro Gly Gly Gly Gly Arg 

340 345 

Tyr Ser Asp Thr Pro Ser Arg Arg Cys Leu Cys Ser Gly Ala Pro Arg 
355 360 365 

Ser Ala He Ser Ser Val Ser Thr Gly Leu His Ser Leu Ser Thr Phe 
370 375 380 

Arg Gly Leu Met Lys Arg Arg Ser Ser Val 
385 390 



<210> 5 
<211> 405 
<212> PRT 
<213> Murine 

<220> 

<223> TASK 



IITasI val Arg Thr Leu Ala Leu He Val Cys Thr Phe Thr Tyr Leu 
1 5 10 

Leu Val Gly Ala Ala Val Phe Asp Ala Leu Glu Ser Glu Pro Glu Met 



20 



25 



30 



He Glu Arg Gin Arg Leu Glu Leu Arg Gin Leu Glu Leu Arg Ala Arg 
35 40 45 

Tvr Asn Leu Ser Glu Gly Gly Tyr Glu Glu Leu Glu Arg Val Val Leu 
50 55 60 

Arg Leu Lys Pro His Lys Ala Gly Val Gin Trp Arg Phe Ala Gly Ser 
65 ^0 

Phe Tyr Phe Ala He Thr Val He Thr Thr He Gly Tyr Gly His Ala 

85 90 

Ala Pro Ser Thr Asp Gly Gly Lys Val Phe Cys Met Phe Tyr Ala Leu 

100 105 110 

Leu Gly He Pro Leu Thr Leu He Met Phe Gin Ser Leu Gly Glu Arg 
115 120 125 

t 

He Asn Thr Phe Val Arg Tyr Leu Leu His Arg Ala Lys Arg Gly Leu 

I- 14 0 



130 



135 



Gly Met Arg His Ala Glu Val Ser Met Ala Asn Met Val Leu He Gly 
m 145 150 155 ^''^ 



? Phe val Ser Cys He Ser Thr Leu Cys He Gly Ala Ala Ala Phe Ser 
= ]_65 170 = 



sail, 



Tyr Tyr Glu Arg Trp Thr Phe Phe Gin Ala Tyr Tyr Tyr Cys Phe He 

180 185 190 

Thr Leu Thr Thr He Gly Phe Gly Asp Tyr Val Ala Leu Gin Lys Asp 
195 200 205 

Gin Ala Leu Gin Thr Gin Pro Gin Tyr Val Ala Phe Ser Phe Val Tyr 
210 215 220 

He Leu Thr Gly Leu Thr Val He Gly Ala Phe Leu Asn Leu Val Val 
225 230 235 

Leu Arg Phe Met Thr Met Asn Ala Glu Asp Glu Lys Arg Asp Ala Glu 

245 250 

His Arg Ala Leu Leu Thr His Asn Gly Gin Ala Val Gly Leu Gly Gly 

260 265 270 

Leu Ser Cys Leu Ser Gly Ser Leu Gly Asp Val Arg Pro Arg Asp Pro 
275 280 285 

Val Thr Cys Ala Ala Ala Ala Gly Gly Val Gly Val Gly Val Gly Gly 
290 295 300 

Ser Gly Phe Arg Asn Val Tyr Ala Glu Val Leu His Phe Gin Ser Met 
305 310 315 320 

Cys Ser Cys Leu Trp Tyr Lys Ser Arg Glu Lys Leu Gin Tyr Ser He 

325 330 

Pro Met He He Pro Arg Asp Leu Ser Thr Ser Asp Thr Cys Val Glu 

340 345 350 



His Ser His Ser Ser Pro 
355 



Ser His Pro Cys Leu Cys 
370 

Val Ser Thr Gly Leu His 
385 390 

Arg Arg Ser Ser Val 

405 



Gly Gly Gly Gly Arg 
360 

Ser Gly Thr Gin Arg 
375 

Ser Leu Ala Ala Phe 

395 



Tyr Ser Asp Thr Pro 
365 

Ser Ala lie Ser Ser 
380 

Arg Gly Leu Met Lys 

400 



<210> 6 
<211> 347 
<212> PRT 
<213> Unknown 

<220> 

^ <223> Description of Unknown Organism: TWIK-1 homolog 



CI <400> 6 . 

\A Met Tyr Thr Asp Glu Gly Glu Tyr Ser Gly Asp Thr Asp His Gly Gly 

1 5 10 15 

"f' Ser Thr Met Gin Lys Met Ser Pro Asn Thr Arg Gin Asn Phe Arg Gin 

SI 20 25 30 



^ - s 



7 Asn Val Asn Val Val Val Cys Leu Ser Ala Ala He Thr Leu Leu Val 

35 40 45 



2 

CI 



^ Phe Asn Leu He Gly Ala Gly He Phe Tyr Leu Ala Glu Thr Gin Asn 

m 50 55 60 

^~ 

^' Ser Ser Glu Ser Leu Asn Glu Asn Ser Glu Val Ser Lys Cys Leu His 
rf 65 70 75 80 

Asn Leu Pro He Gly Gly Lys He Thr Ala Glu Met Lys Ser Lys Leu 

85 90 95 

Gly Lys Cys Leu Thr Lys Ser Ser Arg He Asp Gly Phe Gly Lys Ala 

100 105 110 

He Phe Phe Ser Trp Thr Leu Tyr Ser Thr Val Gly Tyr Gly Ser Leu 
115 120 125 

Tyr Pro His Ser Thr Leu Gly Arg Tyr Leu Thr He Phe Tyr Ser Leu 
130 135 140 

Leu Met He Pro Val Phe He Ala Phe Lys Phe Glu Phe Gly Thr Phe 
145 150 155 160 

Leu Ala His Phe Leu Val Val Val Ser Asn Arg Thr Arg Leu Ala Val 

165 170 175 

Lvs Lvs Ala Tyr Tyr Lys Leu Ser Gin Asn Pro Glu Asn Ala Glu Thr 

180 185 190 

Pro Ser Asn Ser Leu Gin His Asp Tyr Leu He Phe Leu Ser Ser Leu 
195 200 205 



Leu Leu Cys Ser He Ser Leu Leu Ser Ser Ser Ala Leu Phe Ser Ser 
210 215 220 

He Glu Asn He Ser Tyr Leu Ser Ser Val Tyr Phe Gly He He Thr 
225 230 235 24U 

Met Phe Leu He Gly He Gly Asp He Val Pro Thr Asn Leu Val Trp 

245 250 255 

Phe Ser Gly Tyr Cys Met Leu Phe Leu He Ser Asp Val Leu Ser Asn 

260 265 270 

Gin He Phe Tyr Phe Cys Gin Ala Arg Val Arg Tyr Phe Phe His He 
275 280 285 

Leu Ala Arg Lys He Leu Leu Leu Arg Glu Glu Asp Asp Gly Phe Gin 
290 295 300 

Leu Glu Thr Thr Val Ser Leu Gin His He Pro He He Asn Ser Gin 

_ 305 310 315 

3 cys Met Pro Ser Leu Val Leu Asp Cys Glu Lys Glu Glu Leu Asp Asn 

325 330 ^^=> 

^ Asp Glu Lys Leu He Ser Ser Leu Thr Ser Thr 



"vstT 340 3 ^ ^ 

ESS 



hi <210> 7 

/ <211> 383 

l,:, <212> PRT 

W <213> Unknown 



n :> ; 



nj <220> 

<223> Description of Unknown Organism: TWIK-1 homolog 



^ Met Thr Val Ser Met Glu Glu Asn Ser Lys He Gin Met Leu Ser Ala 
1 5 10 1^ 

Thr Ser Lys Asp Lys Lys Val Ala Thr Asp Arg Ser Leu Leu Asn Lys 

20 25 30 

Tvr His Leu Gly Pro Leu Ala Leu His Thr Gly Leu Val Leu Ser Cys 
35 40 45 

Val Thr Tyr Ala Leu Gly Gly Ala Tyr Leu Phe Leu Ser He Glu His 
50 55 60 

Pro Glu Glu Leu Lys Arg Arg Glu Lys Ala He Arg Glu Phe Gin Asp 
65- 70 "75 

Leu Lys Gin Gin Phe Met Gly Asn He Thr Ser Gly He Glu Asn Ser 

85 90 95 

Glu Gin Ser He Glu He Tyr Thr Lys Lys Leu He Leu Met Leu Glu 

100 105 110 

Asp Ala His Asn Ala His Ala Phe Glu Tyr Phe Phe Leu Asn His Glu 
115 120 125 



He Pro Lys Asp Met Trp Thr Phe Ser Ser Ala Leu Val Phe Thr Thr 
130 135 140 

Thr Thr Val He Pro Val Gly Tyr Gly Tyr He Phe Pro Val Ser Ala 
145 150 155 160 

Tyr Gly Arg Met Cys Leu He Ala Tyr Ala Leu Leu Gly He Pro Leu 

165 170 1'5 

Thr Leu Val Thr Met Ala Asp Thr Gly Lys Phe Ala Ala Gin Leu Val 

185 190 



180 



Thr Arg Trp Phe Gly Asp Asn Asn Met Ala He Pro Ala Ala He Phe 

195 200 205 

Val Cys Leu Leu Phe Ala Tyr Pro Leu Val Val Gly Phe He Leu Cys 

210 215 220 

Ser Thr Ser Asn He Thr Tyr Leu Asp Ser Val Tyr Phe Ser Leu Thr 

I 225 230 235 240 

% Ser He Phe Thr He Gly Phe Gly Asp Leu Thr Pro Asp Met Asn Val 



i i i 



245 250 255 



z 1i n 



^ He His Met Val Leu Phe Leu Ala Val Gly Val He Leu Val Thr He 

260 265 270 



h'i Thr Leu Asp He Val Ala Ala Glu Met He Asp Arg Val His Tyr Met 

275 280 . 285 

S Glv Arq His Val Gly Lys Ala Lys Glu Leu Ala Gly Lys Met Phe Gin 
m 290 295 300 

Leu Ala Gin Ser Leu Asn Met Lys Gin Gly Leu Val Ser Gly Val Gly 
5 305 310 315 320 

^ Gin Leu His Ala Leu Ala Arg Phe Gly Met Leu Val Gly Arg Glu Glu 

325 330 335 

Val Asp Lys Thr Gin Glu Asp Gly He He Ala Phe Ser Pro Asp Val 

340 345 350 

Met Asp Gly Leu Glu Phe Met Asp Thr Leu Ser He Tyr Ser Arg Arg 
355 360 365 

Ser Arg Arg Ser Ala Glu Asn Ser Ala Arg Asn Leu Phe Leu Ser 
370 375 380 



<210> 8 
<211> 370 
<212> PRT 
<213> Murine 

<220> 

<223> TREK-1 

Met^Ala Ala Pro Asp Leu Leu Asp Pro Lys Ser Ala Ala Gin Asn Ser 
1 5 10 15 



Lvs Pro Arq Leu Ser Phe Ser Ser Lys Pro Thr Val Leu Ala Ser Arg 

20 25 30 

Val Glu Ser Asp Ser Ala He Asn Val Met Lys Trp Lys Thr Val Ser 
35 40 45 

Thr He Phe Leu Val Val Val Leu Tyr Leu He He Gly Ala Ala Val 
50 55 60 

Phe Lvs Ala Leu Glu Gin Pro Gin Glu He Ser Gin Arg Thr Thr He 
65 70 75 80 

Val He Gin Lys Gin Thr Phe He Ala Gin His Ala Cys Val Asn Ser 

85 90 95 

Thr Glu Leu Asp Glu Leu He Gin Gin He Val Ala Ala He Asn Ala 

100 105 110 

Gly He He Pro Leu Gly Asn Ser Ser Asn Gin Val Ser His Trp Asp 
^ 115 120 125 



1. t M 



^ Leu Gly Ser Ser Phe Phe Phe Ala Gly Thr Val He Thr Thr He Gly 
Ui 130 135 140 

i Phe Gly Asn He Ser Pro Arg Thr Glu Gly Gly Lys He Phe Cys He 
m 145 150 155 160 



■ST*? 

I . 3 



^ lie Tyr Ala Leu Leu Gly lie Pro Leu Glu Gly Phe Leu Leu Ala Gly 

165 170 175 



m Val Gly Asp Gin Leu Gly Thr He Phe Gly Lys Gly He Ala Lys Val 
hi 180 185 190 

t Glu Asp Thr Phe He Lys Trp Asn Val Ser Gin Thr Lys He Arg He 
Wl 200 205 

He Ser Thr He He Phe He Leu Phe Gly Cys Val Leu Phe Val Ala 
210 215 220 

Leu Pro Ala Val He Phe Lys His He Glu Gly Trp Ser Ala Leu Asp 
225 230 235 240 

Ala He Tyr Phe Val Val He Thr Leu Thr Thr He Gly Phe Gly Asp 

245 250 255 

Tvr Val Ala Gly Gly Ser Asp He Glu Tyr Leu Asp Phe Tyr Lys Pro 

260 265 270 

Val Val Trp Phe Trp He Leu Val Gly Leu Ala Tyr Phe Ala Ala Val 
275 280 285 

Leu Ser Met He Gly Asp Trp Leu Arg Val He Ser Lys Lys Thr Lys 
290 295 300 

Glu Glu Val Gly Glu Phe Arg Ala His Ala Ala Glu Trp Thr Ala Asn 
305 310 315 320 

Val Thr Ala Glu Phe Lys Glu Thr Arg Arg Arg Leu Ser Val Glu He 

325 330 335 




Tvr Asp Lvs Phe Gin Arg Ala Thr Ser Val Lys Arg Lys Leu Ser Ala 

340 345 350 

Glu Leu Ala Gly Asn His Asn Gin Glu Leu Thr Pro Cys Met Arg Thr 

355 360 365 



Cys Leu 
370 



<210> 9 

<211> 27 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> TWIK-1 PI 

<400> 9 

Phe Thr Ser Ala Leu Phe Phe Ala Ser Thr Val Leu Ser Thr Thr Gly 
^ 1 5 10 15 



i i: n 



I Tyr Gly His Thr Val Pro Leu Ser Asp Gly Gly 

20 25 



_ <210> 10 

^ <211> 27 

U <212> PRT 

s <213> Homo sapiens 



Fr- <220> 

<223> TWIK-1 P2 



sa It 

m 



# <400> 10 

n Phe Leu Glu Ser Phe Tyr Phe Cys Phe He Ser Leu Ser Thr He Gly 
Si 5 10 15 

Leu Gly Asp Tyr Val Pro Gly Glu Gly Tyr Asn 

20 25 



<210> 11 
<211> 27 
<212> PRT 
<213> Unknown 

<220> 

<223> Description of Unknown Organism: P domain of 
representative K+ channel sequence 

<220> 

<223> TOK-1 P2 
<400> 11 

Tyr Phe Asn Cys He Tyr Phe Cys Phe Leu Cys Leu Leu Thr He Gly 
15 10 15 



Tyr Gly Asp Tyr Ala Pro Arg Thr Gly Ala Gly 

20 25 



<210> 12 
<211> 27 
<212> PRT 
<213> Unknown 

<220> . _ 

<223> Description of Unknown Organism: P domain of 
representative K+ channel sequence 

<220> 

<223> TOK-1 PI 

Tvr Glv Asn Ala Leu Tyr Phe Cys Thr Val Ser Leu Leu Thr Val Gly 
"^1 5 10 15 

Leu Gly Asp lie Leu Pro Lys Ser Val Gly Ala 

20 25 



<210> 13 
^ <211> 27 
yJ <212> PRT 

<213> Unknown 

pa 



<2 2 0> 

<223> Description of Unknown Organism: P domain of 
^ representative K+ channel sequence 

St 

Q <220> 

[fi <223> Slo 

:; 

IB : 

''Z <400> 13 

J' Tyr Trp Thr Cys Val Tyr Phe Leu He Val Thr Met Ser Thr Val Gly 
1 5 10 15 



Tvr Gly Asp Val Tyr Cys Glu Thr Val Leu Gly 

20 25 



<210> 14 
<211> 27 
<212> PRT 
<213> Unknown 

<220> 

<223> Description of Unknown Organism: P domain of 
representative K+ channel sequence 

<220> 

<223> Shaker 

<400> 14 , -, 

He Pro Asp Ala Phe Trp Trp Ala Val Val Thr Met Thr Thr Val Gly 
15 10 15 



Tyr Gly Asp Met Thr Pro Val Gly Phe Trp Gly 

20 25 



<210> 15 
<211> 27 
<212> PRT 
<213> Unknown 

<220> . ^ ^ . ^ 

<223> Description of Unknown Organism: P domain ot 

representative K+ channel sequence 

<220> 

<223> Shab 

<400> 15 T _T 

He Pro Glu Ala Phe Trp Trp Ala Gly He Thr Met Thr Thr Val Gly 

1 5 10 15 

Tvr Gly Asp He Cys Pro Thr Thr Ala Leu Gly 

20 25 



% <210> 16 
<211> 27 
^■^ <212> PRT 
W <213> Unknown 



M l " ^I'l 



<220> 

<223> Description of Unknown Organism: P domain of 
representative K+ channel sequence 



3 <220> 

Q <223> Shal 



"1 : 

i U 



<400> 16 ^ r r^l 

lie Pro Ala Ala Phe Trp Tyr Thr He Val Thr Met Thr Thr Leu Gly 
^ 1 5 10 15 

Tyr Gly Asp Met Val Pro Glu Thr He Ala Gly 

20 25 



<210> 17 
<211> 27 
<212> PRT 
<213> Unknown 

<220> 

<223> Description of Unknown Organism: P domain o 
representative K+ channel sequence 

<220> 

<223> Shaw 



He Pro Leu Gly Leu Trp Trp Ala Leu Val Thr Met Thr Thr Val Gly 
15 10 15 

Tyr Gly Asp Met Ala Pro Lys Thr Tyr He Gly 

20 25 



<210> 18 





<211> 27 
<212> PRT 
<213> Unknown 

<220> 

<223> Description of Unknown Organism: P domain of 
representative K+ channel sequence 

<220> 
<223> KATl 

<400> 18 , ^ 

Tvr Val Thr Ala Leu Tyr Trp Ser He Thr Thr Leu Thr Thr Thr Gly 
15 10 15 

Tyr Gly Asp Phe His Ala Glu Asn Pro Arg Glu 

20 25 



<210> 19 
<211> 27 
4j <212> PRT 

<213> Unknown 



111 <220> 

J <223> Description of Unknown Organism: P domain of 
representative K+ channel sequence 

W <220> 

|ij <223> AKTl 

<4 00> 1 9 

y Tyr Val Thr Ser Met Tyr Trp Ser He Thr Thr Leu Thr Thr Val Gly 
m \ 5 10 15 



1= Tyr Gly Asp He His Pro Val Asn Thr Lys Glu 
n 20 25 



<210> 20 
<211> 27 
<212> PRT 
<213> Unknown 

<220> 

<223> Description of Unknown Organism: P domain of 
representative K+ channel sequence 

<220> 
<223> eag 

<400> 20 

Tyr Val Thr Ala Leu Tyr Phe Thr Met Thr Cys Met Thr Ser Val Gly 
15 10 15 

Phe Gly Asn Val Ala Ala Glu Thr Asp Asn Glu 

20 25 



<210> 21 
<211> 27 




<212> PRT 
<213> Unknown 

<220> ^ . ^ 

<223> Description of Unknown Organism: P domain ot 
representative K+ channel sequence 

<220> 

<223> ROMKl 

Met*^Thr"^Ser Ala Phe Leu Phe Ser Leu Glu Thr Gin Val Thr 
1 5 10 

Tyr Gly Phe Arg Phe Val Thr Glu Gin Cys Ala 

20 25 



<210> 22 
<211> 27 
,71 <212> PRT 

<213> Unknown 



^ <220> 



Cl <223> Description of Unknown Organism: P domain of 
representative K+ channel sequence 



11% 

r1 <220> 

^ <223> IRKl 



Phe^Thr^la Ala Phe Leu Phe Ser He Glu Thr Gin Thr Thr 
Si 5 10 



I " ' 



t Tyr Gly Phe Arg Cys Val Thr Asp Glu Cys Pro 

20 25 



<210> 23 
<211> 27 
<212> PRT 
<213> Unknown 

<220> . ^ • -F 

<223> Description of Unknown Organism: P domain or 
representative K+ channel sequence 

<220> 

<223> GIRKl 

Phe*^Pro^Ser Ala Phe Leu Phe Phe He Glu Thr Glu Ala Th 
1 5 10 

Tyr Gly Tyr Arg Tyr He Thr Asp Lys Cys Pro 

20 25 



<210> 24 
<211> 48 
<212> DNA 



<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: antisense 
oligonucleotide complementary to the partial 
mouse cDNA sequence of TASK 

<400> 24 

caccagcagg taggtgaagg tgcacacgat gagagccaac gtgcgcac 



ill 



S 3 S 



